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SEQUENCE LISTING 

< 110 > 

Ferrara, Pascual 
Laurent, Patrick 
Vita, Natalio 

<120> IL-13 RECEPTOR 

<130> IVD924 

<14 0> 09/077,817 
<14 1> 1998-09-14 

<150> PCT/FR96/01756 
<151> 1996-11-07 

<1 60> 15 

<170> Patentln Ver. 2.0 

< 210 > 1 
<2 1 1> 1539 
<212> DNA 
<213> Homo sapiens 

<400> 1 

GGTGCCTGTC GGCGGGGAGA GAGGCAATAT fcAAGGTTTTA AATCTCGGAG 
ATTCGTTTGC TTGGCTATCG GAT GCT TATA mCCTTTCTG ATAAGCACAA 
TACAAGCTTT TGCACTTCAT CTTCAGACAC CG&GATAAAA GTTAACCCTC 
TGAGATAGTG GATTATGAAG AGAACCCGGA TAOTTAGGTT ATCTCTATTT 
CCCCCACTGT CTCTGGATCA TTTTGTGTTG TGAAAGGAAT G C AC AG T G G A 
AAATACCGAA ACATTGGTAG T G AAAC AT G G AAGGGTAGTG TAGAGGTTAC 
AAGAATCTAC AT T AC AAAGA TGGGTTTGAT CTTAAffiAAGG GCATTGAATT 
GAAGATACAC ACGCTTTTAC CATGGCAATG CACAAAftGGA TCAGAAGTTC 
TTGCTAGGAG TGGGCAGAAA CTACTTATTG GATATCASCA CAAGGAATTC 
AGTTCAGGAT TAAGTTTTGG GTAGAATGGA TTGCGTATAT TACAATTGGC 
CTGTTCTTGG AAACCTGGCA TAGGTTACAT TATGTCTGG© TACTTCTTGA 
AACTTGTTTT ACTGGTATGA GGGCTTGGAT CATGCATTAAVATATATTTGG 
TT GATT AC AT CAAGGCTGAT GGACAAAATA TAG GAT GC AG ATTTCCCTAT 
AGGAGCAGTG AGGCATCAGA CTATAAAGAT TTCTATATTT GTGTTAATGG 
AACAAGCCTG AAATATCAAG GAATCAGATC CAGTTATTTC ACOTTTCAGC 
AGTTAAACCT TTGCCGCCAG TCAGTTGGAA ATATCTTACT TTTACTCGGG 
TGAAATTAAG CTGAAATGGA GCATACCTTT GTTTAGGCGT GGACwTATTC 


AAATGGCTTA 

CATTTGGCTG 

CTCAGGATTT 

GCAATGGCAA 

ATATGAACTA 

CATCATTACT 

ATAGAAGGGC 

AAAGTTCCAA 

CAGAAACTAA 

AATATTTACT 

TACCAATTAC 

AAACAGTGTG 

TTGGCAATAA 

ATCATCAGAG 

TTCAAAATAT 

AGAGTTCATG 

CAGCAAGGTG 



60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 


V 



h TT 


TTTTcEATTAT 
GTGACTGCTA 
AT AG AG T. 
AGATGACGG5 
GGTGAAGACC 
GTTTCATCTT 
AAACACCTAC 
TTTCCATATC 
TATGAGTCTC 


GAAAT T GAGA 
CAGTTGAAAA 
TAG T AGCAAT 
ATTTGGGCAA 
jATCGAAGAA 
A^C AT TAG TT 
CCAmAATGA 
AAG AG AC AT G 
AATAAAc! 


TCAGAGAAGA 
TGAAACATAC 
TATGCTTTGT 
AG AAT C AAG T 
AACTTTGCTA 
ATATTTGTAA 
TTCCAGAATT 
GTATTGACTC 
ATTTTTCTTG 


T GAT ACT ACC 
ACCTTGAAAA 
AGTAAGAAGC 
AGTGAGTGGA 
GTAGCTGGGA 
CCGGTCTGCT 
TTTCTGTGAT 
AACAGTTTCC 
CGAATGTTG 


GAAAGCATGG 
CAACAAATGA 
AAAGTGAATA 
GTGATAAACA 
TCGTTTCTGG 
TAGTGAATGT 
AC AT G AAG AA 
AGTCATGGCC 


AGGAATTTTG 

AACCCGAATA 

TTTATTGCTC 

ATGCTGGGAA 

CTACCATTTG 

TGCGTAAGCC 

GATTTGCATC 

AAATGTTCAA 


< 2 10 > 2 
<2 1 1> 380 
<2 12> PRT 

<213> Homo sapiens 
< 4 00 > 2 



Met 

1 

Ala 

Phe 

Val 

Cys 

5 

Leu 


lie 

Gly 

Cys 

10 

Leu 

Tyr 

Thr 

Phe 

Leu 

15 

lie 

Ser 

Thr 

Thr 

Phe 

20 

Gly 

Cys 

Thr 

ker 

Ser 

25 

Ser 

Asp 

Thr 

Glu 

lie 

30 

Lys 

Val 

Asn 

Pro 

Pro 

35 

Gin 

Asp 

Phe 

Glu 

l\e 

Val 

Asp 

Pro 

Gly 

Tyr 

45 

Leu 

Gly 

Tyr 

Leu 

Tyr 

50 

Leu 

Gin 

Trp 

Gin 

Pro 

55 

Pr\ 

Leu 

V 

Ser 

Leu 

Asp 

60 

His 

Phe 

Lys 

Glu 

Cys 

65 

Thr 

Val 

Glu 

Tyr 

Glu 

70 

Leu 

Lys 

^yr 

Arg 

Asn 

75 

lie 

Gly 

Ser 

Glu 

Thr 

80 

Trp 

Lys 

Thr 

lie 

lie 

85 

Thr 

Lys 

Asn 

L^a 

His 

90 

Tyr 

Lys 

Asp 

Gly 

Phe 

95 

Asp 

Leu 

Asn 

Lys 

Gly 

100 

lie 

Glu 

Ala 

Lys 

lie 

105 

\His 

Thr 

Leu 

Leu 

Pro 

110 

Trp 

Gin 

Cys 

Thr 

Asn 

115 

Gly 

Ser 

Glu 

Val 

Gin 

120 

Ser 

s\r 

Trp 

Ala 

Glu 

125 

Thr 

Thr 

Tyr 

Trp 

He 

130 

Ser 

Pro 

Gin 

Gly 

lie 

135 

Pro 

Glu 

Th^ 

Hys 

Val 

140 

Gin 

Asp 

Met 

Asp 

Cys 

145 

Val 

Tyr 

Tyr 

Asn 

Trp 

150 

Gin 

Tyr 

Leu 

Leu 

Gfc/s 

ll5 

Ser 

Trp 

Lys 

Pro 

Gly 

160 

lie 

Gly 

Val 

Leu 

Leu 

165 

Asp 

Thr 

Asn 

Tyr 

Asn 

170 

Le\ 

Phe 

Tyr 

Trp 

Tyr 

175 

Glu 

Gly 

Leu 

Asp 

His 

180 

Ala 

Leu 

Gin 

Cys 

Val 

185 

Asp 

Tyr 

Vie 

Lys 

Ala 

190 

Asp 

Gly 

Gin 

'Asn 

lie 

195 

Gly 

Cys 

Arg 

Phe 

Pro 

200 

Tyr 

Leu 

Glu 

AM 

Ser 

205 

Asp 

Tyr 

Lys 

Asp 

Phe 

210 

Tyr 

lie 

Cys 

Val 

Asn 

215 

Gly 

Ser 

Ser 

Glu 

Asn) 

220 

^ys 

Pro 

lie 

Arg 

Ser 

225 

Ser 

Tyr 

Phe 

Thr 

Phe 

230 

Gin 

Leu 

Gin 

Asn 

lie 

235 

Val 

iVs 

Pro 

Leu 

Pro 

240 

Pro 

Val 

Tyr 

Leu 

Thr 

245 

Phe 

Thr 

Arg 

Glu 

Ser 

250 

Ser 

Cys 

Gli\ 

k lie 

Lys 

255 

Leu 

Lys 

Trp 

Ser 

lie 

260 

Pro 

Leu 

Gly 

Pro 

lie 

265 

Pro 

Ala 

Arg 

Cys 

Phe 

2\) 

Asp 

Tyr 


1080 

1140 

1200 

1260 

1320 

1380 

1440 

1500 

1539 



3 


Glu 

xl \ 

Glu 

lie 

Arg 

Glu 

Asp 

Asp 

Thr 

Thr 

Leu 

Val 

Thr 

Ala 

Thr 

Val 


\ 

275 





280 





285 




Glu 

Asn’ 

iGlu 

Thr 

Tyr 

Thr 

Leu 

Lys 

Thr 

Thr 

Asn 

Glu 

Thr 

Arg 

Gin 

Leu 


290 

\ 




295 





300 





Cys 

Phe 

vtl 

Val 

Arg 

Ser 

Lys 

Val 

Asn 

lie 

Tyr 

Cys 

Ser 

Asp 

Asp 

Gly 

305 


\ 



310 





315 





320 

He 

Trp 

Se\ 

Glu 

Trp 

Ser 

Asp 

Lys 

Gin 

Cys 

Trp 

Glu 

Gly 

Glu 

Asp 

Leu 





325 





330 





335 


Ser 

Lys 

Lys 

Vhr 

Leu 

Leu 

Arg 

Phe 

Trp 

Leu 

Pro 

Phe 

Gly 

Phe 

lie 

Leu 




3A0 





345 





350 



lie 

Leu 

Val 

i\b 

Phe 

Val 

Thr 

Gly 

Leu 

Leu 

Leu 

Arg 

Lys 

Pro 

Asn 

Thr 



355 

\ 




360 





365 




Tyr 

Pro 

Lys 

Met) 

Llle 

Pro 

Glu 

Phe 

Phe 

Cys 

Asp 

Thr 






370 



\ 


375 





380 






<210> 3 \ 

<211> 4009 \ 

<212> DNA \ 

<213> Homo sapiens \ 

<4 00> 3 \ 

TCAGCCCGGC CGGGCTCCGA GGCGAGAGGC TGCATGGAGT GGCCGGC GCG GCTCTGCGGG 
CTGTGGGCGC TGCTGCTCTG CGCSGGCGGC GGGGGCGGGG GCGGGGGCGC CGCGCCTACG 
GAAACTCAGC CACCTGTGAC AAATOTGAGT . GTCTCTGTTG AAAACCTCTG CACAGTAATA 
TGGACATGGA ATCCACCCGA GGGAGC^AGC TCAAATTGTA GTCTATGGTA TTTTAGTCAT 
TTTGGCGACA AACAAGATAA GAAAATAG^T CCGGAAACTC GTCGTTCAAT AGAAGTACCC 
CTGAATGAGA GGATTTGTCT GCAAGTGGGG^ TCCCAGTGTA GCACCAATGA GAGTGAGAAG 
CCTAGCATTT TGGTTGAAAA ATGCATCTCA OCCCCAGAAG GTGATCCTGA GTCTGCTGTG 
ACTGAGCTTC AATGCATTTG GCACAACCTG AGQTACATGA AGTGTTCTTG GCTCCCTGGA 
AGGAATACCA GTCCCGACAC TAACTATACT CTCt\cTATT GGCACAGAAG CCTGGAAAAA 
ATTCATCAAT GTGAAAACAT CTTTAGAGAA GGCCAOTACT ' TTGGTTGTTC CTTTGATCTG 
ACCAAAGTGA AGGATTCCAG TTTTGAACAA CACAGTGTCC AAATAATGGT CAAGGATAAT 
GCAGGAAAAA TTAAACCATC. CTTCAATATA GTGCCTTTaX CTTCCCGTGT GAAACCTGAT 
C C T C C AC AT A TTAAAAACCT CTCCTTCCAC AAT GAT G ACC YaTATGTGCA ATGGGAGAAT 
CCACAGAATT TTATTAGCAG ATGCCTATTT TATGAAGTAG AAG T C AAT AA CAGCCAAACT 
GAGACACATA ATGTTTTCTA CGTCCAAGAG GCTAAATGTG AGa\tCCAGA ATTTGAGAGA 
AATGTGGAGA ATACATCTTG TTTCATGGTC CCTGGTGTTC TTCCTCATAC TTTGAACACA 
G T C AG AAT AA GAGTCAAAAC AAATAAGTTA TGCTATGAGG ATGACAAACT CTGGAGTAAT 
TGGAGCCAAG AAATGAGTAT AGGTAAGAAG CGCAATTCCA CACTCTACAT AACCATGTTA 
CTCATTGTTC CAGTCATCGT CGCAGGTGCA ATCATAGTAC TCCTGCTTtA CCTAAAAAGG 


60 

120 

180 

240 

300 

360 

420 

480 

540 

600 

660 

720 

780 

840 

900 

960 

1020 

1080 

1140 



4 


CTCAAGATTA TTATATTCCC TCCAATTCCT GATCCTGGCA AGATTTTTAA AGAAATGTTT 1200 

GG^GACCAGA ATGATGATAC TCTGCACTGG AAGAAGTACG ACATCTATGA GAAGCAAACC 1260 

AAGGAGGAAA CCGACTCTGT AGTGCTGATA GAAAACC TGA AGAAAGCCTC TCAGTGATGG 1320 

AG AT AOT T T A TTTTTACCTT CACTGTGACC TTGAGAAGAT TCTTCCCATT CTCCATTTGT 1380 

TATCTGGQAA CTTATTAAAT GGAAACTGAA ACTACTGCAC CATTTAAAAA CAGGCAGCTC 1440 

ATAAGAGCC^ CAGGTCTTTA TGTTGAGTCG CGCACCGAAA AACTAAAAAT AATGGGCGCT 1500 

TTGGAGAAGA qTGTGGAGTC ATTCTCATTG AATTATAAAA GCCAGCAGGC T T C AAAC TAG 1560 

GGGACAAAGC A^J^AGTGAT GATAGTGGTG GAGTTAATCT TATCAAGAGT TGTGACAACT 1620 

TCCTGAGGGA TCT^ACTTG CTTTGTGTTC TTTGTGTCAA CATGAACAAA TTTTATTTGT 1680 

AGGGGAACTC ATTTGG^GTG CAAATGCTAA TGTCAAACTT GAG T C AC AAA GAACATGTAG 174 0 

AAAACAAAAT GGATAAAT^C TGATATGTAT TGTTTGGGAT CCTATTGAAC CATGTTTGTG 1800 

GCTATTAAAA CTCTTTTAAcVtflTCTGGGCT GGGTCCGGTG GCTCACGCCT GTAATCCCAG 1860 
CAATTTGGGA GTCCGAGGCG G^CGGATCAC TCGAGGTCAG GAGTTCCAGA CCAGCCTGAC 1920 

CAAAATGGTG AAACCTCCTC TCTJVCTAAAA CTACAAAAAT TAACTGGGTG TGGTGGCGCG 1980 

TGCCTGTAAT CCCAGCTACT CGGGMkGCTG AGGCAGGTGA ATTGTTTGAA CCTGGGAGGT 2040 

GGAGGTTGCA GTGAGCAGAG ATCACAOCAC TGCACTCTAG CCTGGGTGAC AGAGCAAGAC 2100 

TCTGTCTAAA AAACAAAACA AAACAAAAOA AAACAAAAAA ACCTCTTAAT ATTCTGGAGT 2160 

CATCATTCCC TTCGACAGCA TTTTCCTCTg\gTTTGAAAGC CCCAGAAATC AGTGTTGGCC 2220 
TGATGACAA CTACAGAAAA ACCAGAGGCA G&TTCTTTGC CAAGACCTTT CAAAGCCATT 2280 

TTAGGCTGTT AGGGGCAGTG GAGGTAGAAT GAc\cCTTGG GTATTAGAGT TTCAACCATG 2340 

AAGTCTCTAA CAATGTATTT TCTTCACCTC TGCTTySTCAA GTAGCATTTA CTGTGTCTTT 2400 

GGTTTGTGCT AGGCCCCCGG GTGTGAAGCA CAGACCOCTT CCAGGGGTTT ACAGTCTATT 2460 

TGAGACTCCT CAGTTCTTGC CACTTTTTTT TTTAATCTuC ACCAGTCATT TTTCAGACCT 2520 

TTTAACTCCT CAATTCCAAC ACTGATTTCC CCTTTTGCATVrCTCCCTCCT TCCCTTCCTT 2580 
GTAGCCTTTT GACTTTCATT GGAAATTAGG ATGTAAATCT GSTCAGGAGA CCTGGAGGAG 2640 

CAGAGGATAA TTAGCATCTC AGGTTAAGTG TGAGTAATCT GAQAAACAAT GACTAATTCT 2700 

TGCATATTTT GTAACTTCCA TGTGAGGGTT TTOAGCATTG ATATWGTGC ATTTTCTAAA 27 60 

CAGAGATGAG GTGGTATCTT CACGTAGAAC ATTGGTATTC GCTTGAGAAA AAAAGAATAG ' 2820 

TTGAACCTAT TTCTCTTTCT TTACAAGATG GGTCCAGGAT TCCTCTTTTC TCTGCCATAA 2880 

ATGATTAATT AAATAGCTTT TGTGTCTTAC ATTGGTAGCC AGCCAGCCAATGGCTCTGTTT 2940 


ATGCTTTTGG GGGGCATATA TTGGGTTCCA TTCTCACCTA TCCACACAAC ATiATCCGTAT 


3000 



5 


# 

ATA^CCCCTC TACTCTTACT TCCCCCAAAT TTAAAGAAGT ATGGGAAATG AGAGGCATTT 3060 

CCCCC^CCC ATTTCTCTCC T C AC AC AC AG ACTCATATTA CTGGTAGGAA CTTGAGAACT 3120 

TTATTTC^AA GTTGTTCAAA CATTTACCAA T CAT AT T AAT ACAATGATGC TATTTGCAAT 3180 

TCCTGCTCC\ AGGGGAGGGG AGATAAGAAA CCCTCACTCT CTACAGGTTT GGGTACAAGT 3240 

GGCAACCTGC VrCCATGGCC GTGTAGAAGC ATGGTGCCCT GGCTTCTCTG AGGAAGCTGG 3300 

GGTTCATGAC AMGGCAGAT GTAAAGTTAT TCTTGAAGTC AGATTGAGGC TGGGAGACAG . 3360 

CCGTAGTAGA TGTT^ETACTT TGTTCTGCTG TTCTCTAGAA AGAATATTTG GTTTTCCTGT 3420 

AT AG G AAT G A GATTA7VTTCC- TTTCCAGGTA TTTTATAATT CTGGGAAGCA AAACCCATGC 34 80 

.CTCCCCCTAG CCATTTTmC TGTTATCCTA TTTAGATGGC CATGAAGAGG ATGCTGTGAA 3540 

ATTCCCAACA AACATTGAT^ CTGACAGTCA TGCAGTCTGG GAGTGGGGAA GTGATCTTTT 3600 
GTTCCCATCC TCTTCTTTTA GjCAGTAAAAT AGCTGAGGGA AAAGGGAGGG AAAAGGAAGT 3660 

T AT GGGAAT A CCTGTGGTGG TtVtGATCCC TAGGTCTTGG GAGCTCTTGG AGGTGTCTGT 3720 

ATCAGTGGAT TTCCCATCCC CTG'TlEGGAAA TTAGTAGGCT CATTTACTGT TTTAGGTCTA 37 80 

GCCTATGTGG ATTTTTTCCT AACATACCTA AGCAAACCCA GTGTCAGGAT GGTAATTCTT 3840 

ATTCTTTCGT TCAGTTAAGT TTTTCCCm'C ATCTGGGCAC TGAAGGGATA TGTGAAACAA 3900 

TGTTAACATT TTTGGTAGTC TTCAACCAg\ GATTGTTTCT GTTTAACTTC T T AT AGG AAA 3 960 

GCTTGAGTAA AATAAATATT GTCTTTTTGT ATGTCACCCA AAAAAAAAA 4009 

<2 10> 4 \ 

<2 1 1> 427 \ 

<2 12> PRT \ 

<213> Homo sapiens \ 

<4 00> 4 \ 

Met Glu Trp Pro Ala Arg Leu Cys Gly Leu TrpVAla Leu Leu Leu Cys 

1 5 10 \ 15 

Ala Gly Gly Gly Gly Gly Gly Gly Gly Ala Ala P^o Thr Glu Thr Gin 

20 25 \ 30 

Pro Pro Val Thr Asn Leu Ser Val Ser Val Glu As\ Leu Cys Thr Val 
35 40 \45 

lie Trp Thr Trp Asn Pro Pro Glu Gly Ala Ser SerVsn Cys Ser Leu 
50 55 60 \ 

Trp Tyr Phe Ser His Phe Gly Asp Lys Gin Asp Lys Lj^ lie Ala Pro 

65 70 75 \ 80 

Glu Thr Arg Arg Ser lie Glu Val Pro Leu Asn Glu Ar<Alle Cys Leu 

85 90 \ 95 

Gin Val Gly Ser Gin Cys Ser Thr Asn Glu Ser Glu Lys lb:o Ser lie 
100 105 l\p 

Leu Val Glu Lys Cys lie Ser Pro Pro Glu Gly Asp Pro Gl\ Ser Ala 

115 120 125 ^ 

Val Thr Glu Leu Gin Cys lie Trp His Asn Leu Ser Tyr Met 


.ys Cys 



K 


Pro Gly 

His Arg 
165 
Gly Gin 
180 

Ser Phe 

Lys lie 

\ro Asp 

Val 
\ 245 
Tyr\Glu 
260 \ 
Tyr V?Q 

Glu Asm 


Arg Asn 
150 

Ser Leu 

Tyr Phe 

Glu Gin 

Lys Pro 
215 
Pro Pro 
230 

Gin Trp 

Val Glu 

Gin Glu 

/Thr Ser 
\ 2 95 


Glu Lys 

Gly Cys 
185 
His Ser 
200 

Ser Phe 

His lie 

Glu Asn 

Val Asn 
265 
Ala Lys 
280 

Cys Phe 


Asn Thr vWl Arg lie Arg 


Asp Lys 
325 
Arg Asn 
340 

Val Ala 

lie lie 

Met Phe 

lie Tyr 
405 
Glu Asn 
420 


Lei\ Trp Ser Asn 


Ser Kir 

Gly A A 

lie Phe 
375 
Gly Asp 
390 

Glu Lys 
Leu Lys 


Leu Tyr 
345 
lie lie 
360 

vro Pro 
Gita Asn 
GlrAThr 
Lys Ala 


Pro Asp 
155 
lie His 
170 

Ser Phe 

Val Gin 

Asn lie 

Lys Asn 
235 
Pro Gin 
250 

Asn Ser 

Cys Glu 

Met Val 

Val Lys 
315 
Trp Ser 
330 

lie Thr 

Val Leu 

lie Pro 

Asp Asp 
395 
Lys Glu 
410 

Ser Gin 


Thr Asn Tyr 

Gin Cys Glu 

Asp Leu Thr 
190 

lie Met Val 
205 

Val Pro Leu 
220 

Leu Ser Phe 

Asn Phe lie 

Gin Thr Glu 
270 

Asn Pro Glu 
285 

Pro Gly Val 
300 

Thr Asn Lys 

Gin Glu Met 

Met Leu ' Leu 
350 

Leu Leu Tyr 
365 

Asp Pro Gly 
380 

Thr Leu His 
Glu Thr Asp 


<210> 5 
<2 11> 420 
<2 12> PRT 

<213> Homo sapiens 
<4 00> 5 


Met lie lie Val Ala His Val Leu Leu lie LeiA Leu Gly Ala Thr Glu 
1 5 10 \ 15 

lie Leu Gin Ala Asp Leu Leu Pro Asp Glu Lys \le Ser Leu Leu Pro 
20 25 \ 30 

Pro Val Asn Phe Thr lie Lys Val Thr Gly Leu aA Gin Val Leu Leu 
35 40 \ 45 

Gin Trp Lys Pro Asn Pro Asp Gin Glu Gin Arg Asn \val Asn Leu Glu 
50 55 60 \ 

Tyr Gin Val Lys lie Asn Ala Pro Lys Glu Asp Asp t\c Glu Thr Arg 
65 70 75 \ 80 

lie Thr Glu Ser Lys Cys Val Thr lie Leu His Lys Gl^Xphe Ser Ala 
85 90 \ 95 

Ser Val Arg Thr lie Leu Gin Asn Asp His Ser Leu Leu Aj.a Ser Ser 


[ilil 



Trp 


145 


225 


te.la 

Ser 

115 

Ala 

Glu 

Leu 

v\i 

13X 

Asn 

Leu 

Thr 

Cys 

LeA 

Arg 

Ser 

Tyr 

Gin 

150 

Asp 

\la 

Pro 

Glu 

165 

Asp 

Trp 

Tn|r 

Glu 

180 

Glu 

Cys 

He 

Alc\ 

195 

LCys 

Trp 

Phe 

Trp 

210 

Leu 

\er 

Val 

Leu 

Pro 

Phe 

Aab 

Gin 

Leu 

230 

Pro 

Leu 

Asn 

V al 

3^5 

Thr 

Trp 

Glu 

Lys 

260 

p\o 

Val 

Val 

Lys 

275 

lie 

Hi^ 

l Asn 

Met 

Thr 

Asn 

Ala 

Rhe 


290 
Asp Val 
305 

Leu Trp 
Lys Pro 


Phe He 


310 \ 


Gin Val Arg A1 

Ser Glu T; 

3 

Leu Arg G 
340 

Leu Leu I, 

355 

Leu Phe P: 



His 

Ala 

120 

Pro 

Pro 

Gly 

Ser 

Pro 

125 

Gly 

Thr 

Ser 

Thr 

135 

Thr 

Asn 

Thr 

Thr 

Glu 

140 

Asp 

Asn 

Tyr 

Ser 

Val 

Ser 

Leu 

His 

Cys 

155 

Thr 

Trp 

Leu 

Val 

Gly 

160 

Thr 

Gin 

Tyr 

Phe 

170 

Leu 

Tyr 

Tyr 

Arg 

Tyr 

175 

Gly 

Gin 

Glu 

Tyr 

185 

Ser 

Lys 

Asp 

Thr 

Leu 

190 

Gly 

Arg 

Pro 

Arg 

200 

Thr 

Phe 

lie 

Leu 

Ser 

205 

Lys 

Gly 

Arg 

Val 

215 

Asn 

Gly 

Ser 

Ser 

Lys 

220 

His 

Ser 

Ala 

lie 

Phe 

Ala 

Leu 

His 

Ala 

235 

lie 

Asp 

Gin 

lie 

Asn 

240 

Ala 

Glu 

lie 

Glu 

250 

Gly 

Thr 

Arg 

Leu 

Ser 

255 

lie 

Ser 

Ala 

Phe 

265 

Pro 

lie 

His 

Cys 

Phe 
27 0 

Asp 

Tyr 

Thr 

Arg 

280 

Asn 

Gly 

Tyr 

Leu 

Gin 

285 

lie 

Glu 

Lys 

lie 

295 

Ser 

lie 

lie 

Asp 

Asp 

300 

Leu 

Ser 

Lys 

Tyr 

Ala 

Val 

Ser 

Ser 

Met 

315 

Cys 

Arg 

Glu 

Ala 

Gly 

320 

teln 

Pro 

lie 

Tyr 

330 

Val 

Gly 

Asn 

Asp 

Glu 

335 

His 

p\e 

Val 

lie 

345 

Val 

lie 

Met 

Ala 

Thr 

350 

lie 

Cys 

Ser 

VLeu 

\60 

lie 

Cys 

Lys 

lie 

Cys 

365 

His 

Leu 

Trp 

lie 

375 

p\o 

Ala 

Pro 

Lys 

Ser 

380 

Asn 

lie 

Lys 

Asp 

Tyr 

Gl\ 

Lys 

V 

Ala 

Gly 

395 

Ser 

Ser 

Glu 

Thr 

Glu 

400 

lie 

Glu 

\ys 

Pro 

410 

Gly 

Val 

Glu 

Thr 

Leu 

415 

Glu 


< 2 10 > 6 
<2 1 1> 424 
<2 12> PRT 

<213> Mus musculus 
< 4 00 > 6 

Met Ala Arg Pro Ala Leu Leu Gly Glu Leu L^ju Val Leu Leu Leu Trp 

1 5 10 \ 15 

Thr Ala Thr Val Gly Gin Val Ala Ala Ala Thr\Glu Val Gin Pro Pro 

20 25 \ 30 


Val Thr Asn Leu Ser Val Ser Val Glu Asn Leu C^s Thr lie lie Trp 
35 40 \ 45 


Thr Trp Ser Pro Pro Glu Gly Ala Ser Pro Asn CysXThr Leu Arg Tyr 



8 


55 


60 


P*\ Ser His Phe Asp Asp Gin Gin Asp Lys Lys 

70 75 

His Lys Glu Glu Leu Pro Leu Asp Glu Lys 

85 90 

Gly Ser 3y_n Cys Ser Ala Asn Glu Ser Glu Lys 
100 105 

Lys Lys Cys^le Ser Pro Pro Glu Gly Asp Arg 
115 \ ' 120 


145 


Leu 

130 

Lys 

CyS\ 

V 

Trp 

His 

135 

Asn 

Leu 

Ser 

Tyr 

Pro 

Gly 

Arg 

AsW 

Thr 
l 150 

Ser 

Pro 

Asp 

Thr 

His 

155 

Tyr 

Ser 

Ser 

Leu 

165 

Qlu 

Lys 

Ser 

Arg 

Gin 

170 

Cys 

Gly 

Gin 

His 

180 

He 

Ala' 

^ys 

Ser 

Phe 

185 

Lys 

Leu 

Phe 

Glu 

His 

Gin 

Asn 

VdB. 

Gin 

lie 

Met 

Val 


195 


200 



Lys lie Arg Pro Ser Cys Lys \i e Val Ser Leu 
210 215 

Pro Asp Pro Pro His lie Lys Hi& Leu Leu Leu 
225 230 \ 235 

Leu Val Gin Trp Lys Asn Pro Gin J3jsn Phe Arg 

245 \ 250 

Tyr Glu Val Glu Val Asn Asn Thr Glr\Thr Asp 
260 265 

Glu Val Glu Glu Asp Lys Cys Gin Asn sSj^r Glu 

275 280 

Glu Gly Thr Ser Cys Phe Gin Leu Pro Gly \al 
290 295 

Tyr Thr Val Arg Val Arg Val Lys Thr Asn Ly^ 
305 310 315 1 

Asn Lys Leu Trp Ser Asp Trp Ser Glu Ala Gin 
325 330 

Gin Asn Ser Thr Phe Tyr Thr Thr Met Leu Leu 

340 345 

Val Ala Val Ala Val lie lie Leu Leu Phe Tyr 

355 360 

lie lie lie Phe Pro Pro lie Pro Asp Pro Gly 
370 375 


lie 

Ala 

Pro 

Glu 

Thr 

80 

lie 

Cys 

Leu 

Gin 

95 

Val 

Pro 

Ser 

Pro 

110 

Leu 

Val 

Glu 

Ser 

125 

Ala 

Val 

Thr 

Met 

140 

Lys 

Cys 

Ser 

Trp 

Tyr 

Thr 

Leu 

Tyr 

Tyr 

160 

Glu 

Asn 

lie 

Tyr 

175 

Arg 

Thr 

Lys 

Val 

190 

Glu 

Pro 

Lys 

Asp 

205 

Asn 

Ala 

Gly 

Thr 

220 

Ser 

Tyr 

Val 

Lys 

Lys 

Asn 

Gly 

Ala 

Leu 

240 

Ser 

Arg 

Cys 

Leu 

255 

Thr 

Arg 

His 

Asn 

270 

lie 

Leu 

Ser 

Asp 

285 

Arg 

Asn 

Met 

Leu 

300 

Ala 

Asp 

Ala 

Val 

Leu 

V 

Cys 

Phe 

Asp 

Asp 

320 

^fer 

lie 

Gly 

Lys 

335 

Glu 

Thr' 

^Cle 

Pro 

350 

Val 

Phe 

Leu 

36^ 

Arg 

V 

Leu 

Lys 

Lys 

lie 

l\e 

Lys 

Glu 


380 



GATCCGGGCC CTTTTTTTTT TTT 


23 



< 2 ia> 11 

<21lV 6 

<212APRT 

<213> V^rtif icial sequence 
< 220 > \ 

<223> i\ SEQ ID NO. 12, which is a variant of SEQ ID NO. 2, the sequence 
VRCVTL i\ substituted for the 8 C-terminal amino acids of the human protein. 


<4 00> 11 \ 

Val Arg CysVal Thr Leu 
1 \ 5 


<210> 12 \ 

<2 1 1> 378 \ 

<212> PRT \ 

<213> Artificial Sequence 

<22 0 > \ 

<223> variant of SE<k ID NO. 2 in which the sequence VRCVTL is substituted for 
the 8 C-terminal ami\o acids of the human protein. 


<4 00> 12 


Met Ala Phe 
1 

Ser Thr Thr 

Asn Pro Pro 
35 

Leu Tyr Leu 
50 

Cys Thr Val 
65 * 

p?rp Lys Thr 

Leu Asn Lys 

Cys Thr Asn 
115 

Trp lie Ser 
130 

Cys Val Tyr 
145 

He Gly Val 

Gly Leu Asp 

Gin Asn lie 
195 


Val Cys 
5 

Phe Gly 
20 

Gin Asp 

Gin Trp 

Glu Tyr 

lie lie 
85 

Gly lie 
100 

Gly Ser 

Pro Gin 

Tyr Asn 

Leu Leu 
165 
His Ala 
180 

Gly Cys 


Leu Ela lie 

Cys Tntor Ser 

Phe Gl\\lle 
\ 40 

Gin Pro Ftaro 
55 \ 

Glu Leu hy\ 
70 \ 

Thr Lys Asn 

Glu Ala Lys 

Glu Val Gin 
120 

Gly lie Pro 
135 

Trp Gin Tyr 
150 

Asp Thr Asn 

Leu Gin Cys 

Arg Phe Pro 
200 


Cys Leu 
10 

Ser Asp 

Asp Pro 

Ser Leu 

Arg Asn 
75 

His Tyr 
90 

His Thr 
kSer Trp 
T^r Lys 

Leuk Cys 

\ 55 
Asn Bjeu 

170 \ 

Asp T;A 

Leu Glu 


Asp Phe Tyr 
210 

Ser Ser Tyr 
225 

Pro Val Tyr 


lie Cys 


Phe Thr 


Leu Thr 


Val Asn Gly 
215 

Phe Gin Leu 
230 

Phe Thr Arg 


Ser Ser Glu 

Gin Asn lie 
235 

Glu Ser Ser 


Pro lie Arg 

Pro Leu Pro 
240 

lie Lys Leu 



11 


245 

Pro Leu 

Arg Glu 

Tyr Thr 

Arg Ser 
310 
Trp Ser 
325 

Leu Leu 
Phe Val 
Val Arg 


<2 10> 13 \ 

<2 1 1> 5 \ 

<2 12> PRT \ 

<213> Artificial \sequence 

< 220 > \ 

<223> motif characteristic of the family of chemokine receptors to which the 
polypeptides of. SE® ID NO. 2 and SEQ NO. 4 belong. Xaa can be any amino 
acid. 1 

<4 00> 13 \ 

Trp Ser Xaa Trp Ser \ 

1 5 1 


<2 10> 14 I 

< 2 1 1 > 6 \ 

.<212> DNA \ 

J<213> Artificial sequence 

< 220 > \ 
<223> polyadenylation signal 

<4 00> 14 \ 

AATAAA 6 \ 

<2 10> 15 \ 

< 2 11 > 20 \ 

<2 12> DNA ^ 1 

<213> Artificial sequence 1 

< 220 > 1 
<223> primer 


<4 00> 15 


AAAAAAAAAA AAAGGGCCCG 


